
ARB_DDE96EB4, Otu032 
ARB_2FF5DE47, Otu065 

EF019309, uncultured Nocardioidaceae bacterium, 1387, 92, 98, 100 
EF466113, Nocardioides agariphilus, 1426, 85, 100, 90 

ARB_269F66F9, Otu048 
HQ183921, uncultured Nocardioides sp., 1501, 92, 98, 100 

ARB_6188723B, Otu008 
EU867298, Nocardioides sp. CCGE2239, 1460, 94, 98, 100 

DQ411542, Nocardioides furvisabuli, 1398, 92, 100, 100 
AB271053, Nocardioides panacihumi, 1457, 94, 100, 100 
EF623863, Nocardioides sp. DCY24T, 1478, 92, 100, 100 

EF633986, Nocardioides dokdonensis, 1385, 93, 100, 100 
ARB_E3F80AA4, Otu037 

HQ424128, Nocardioides sp. 02SU6, 1455, 97, 98, 90 
EF466122, Nocardioides halotolerans, 1407, 95, 100, 100 
ARB_A328798, Otu003 

ARB_8466F241, Otu061 
AB245389, Microlunatus ginsengisoli, 1472, 96, 100, 100 

ARB_22FEE274, Otu078 
EF601828, Microlunatus aurantiacus, 1500, 96, 99, 100 

FN556016, Microlunatus parietis, 1367, 95, 95, 100 
ARB_F44BBED8, Otu079 

AB538431, Propionibacterium acnes, 1486, 97, 100, 100 
AJ865472, Actinoplanes teichomyceticus, 1365, 92, 99, 100 

ARB_C7F2CC81, Otu002 
D63912, Spirilliplanes yamanashiensis, 1470, 95, 100, 100 

X84437, Corynebacterium segmentosum, 1485, 94, 100, 100 
ARB_E252B750, Otu057 

ARB_6D624297, Otu006 
AY911449, uncultured Mycobacterium sp., 1249, 93, 93, 70 

ARB_7FB64CDF, Otu031 
DQ997045, Rhodococcus kunmingensis, 1421, 95, 100, 100 

GQ853065, Nocardia farcinica, 1441, 97, 99, 70 
AB303365, Actinosynnema pretiosum subsp. pretiosum, 1472, 93, 99, 100 

ARB_AFFD45C3, Otu041 
ARB_1ED71CEC, Otu011 

EF019790, uncultured Nakamurellaceae bacterium, 1319, 93, 91, 80 
HM224440, uncultured actinobacterium, 1439, 98, 89, 90 

EF588217, Pseudonocardia saturnea, 1388, 92, 99, 100 
EF588218, Pseudonocardia thermophila, 1387, 92, 99, 100 

ARB_278E80CE, Otu066 
AB184376, Streptomyces albaduncus, 1415, 94, 99, 100 
AY999844, Streptomyces fimbriatus, 1423, 96, 100, 100 

AY999917, Streptomyces fragilis, 1500, 95, 100, 100 
ARB_2DB30A42, Otu010 

EU420070, Actinophytocola oryzae, 1444, 98, 97, 100 
ARB_638F1A, Otu071 

AB271054, Pseudonocardiaceae bacterium Gsoil 857, 1442, 96, 97, 100 
ARB_651AB221, Otu007 

FJ529696, Phycicoccus sp. V2M29, 1501, 96, 98, 100 
DQ345443, Phycicoccus jejuensis, 1413, 95, 100, 60 

AB512285, Angustibacter luteus, 1478, 95, 99, 100 
ARB_9CF0FB0A, Otu028 

X86595, Arthrobacter sp., 1364, 86, 100, 100 
ARB_3434D415, Otu004 
AF235091, Arthrobacter sulfonivorans, 1457, 88, 100, 90 

AF170755, Corynebacterium-like bacterium QSSC9-20, 1453, 97, 100, 100 
ARB_7EFFE082, Otu012 

ARB_C5695779, Otu017 
AB003935, Kineosporia rhamnosa, 1473, 96, 99, 100 

ARB_7C8AD5E2, Otu052 
Y18646, Modestobacter multiseptatus, 1467, 95, 99, 100 

DQ029102, Actinotelluria brasiliensis, 1491, 94, 96, 100 
ARB_8F37FAAC, Otu035 

AM935506, uncultured Actinomycetales bacterium, 1339, 96, 93, 100 
ARB_3F47D358, Otu073 

JF703491, uncultured actinobacterium, 1437, 95, 92, 100 
ARB_752C1C02, Otu013 

AM114449, uncultured actinobacterium, 1282, 98, 99, 100 
ARB_E66C8FAE, Otu059 

AY921876, uncultured actinobacterium, 1375, 96, 97, 100 
FN811249, uncultured actinobacterium, 1487, 98, 98, 100 

EU589307, uncultured soil bacterium, 1486, 98, 96, 95 
ARB_26D3D309, Otu056 

ARB_20E348A1, Otu034 
CU466701, uncultured Firmicutes bacterium, 1337, 95, 96, 100 

AB360448, Iamia majanohamensis, 1474, 97, 100, 100 
ARB_2E6B6664, Otu063 

AJ581606, uncultured actinobacterium, 1429, 96, 100, 100 
AM936165, uncultured Acidimicrobidae bacterium, 1343, 96, 99, 100 

ARB_B3F74FD3, Otu024 
AM935602, uncultured Acidimicrobidae bacterium, 1336, 96, 94, 100 

ARB_7E073984, Otu058 
EF019716, uncultured actinobacterium, 1363, 97, 92, 85 

ARB_279259F4, Otu014 
AB245334, Solirubrobacter soli, 1495, 92, 100, 100 

AY039806, Solirubrobacter pauli, 1366, 84, 100, 100 
ARB_8CABD5E0, Otu016 

EF020245, uncultured Rubrobacteraceae bacterium, 1393, 97, 96, 100 
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Fig. S3 (Supporting Information) 
Phylogenetic dendrogram (maximum 
likelihood consensus tree) showing the 
distribution of sequences related to 
Actinobacteria derived from soil D, F 
and W at day 32 after ferrocyanide 
application. OTUs representing 
bacteria assimilating ferrocyanide-
derived C are highlighted in grey. 


